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Abstract
© 2016,  Springer  Science+Business  Media  New  York.Disturbance  of  intestinal  microbiota
content  and  functions  often  results  in  different  pathological  conditions.  Pharmacotherapy
including antibiotics use is one of the factors leading to dysbiosis. To evaluate the influence of
antibiotics use on intestinal microbiota metagenomic profiles of stool, samples of 74 patients
before  and  after  Helicobacter  pylori—eradication  therapy—were  analyzed.  Evaluation  of
taxonomic diversity changes based on Shannon index and Bray-Curtis metrics allows to range
patients according to mild, moderate, and severe risk of disturbance of intestinal microbiota
pathological conditions.
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